**To the Editor:** Ilheus virus (ILHV) was first isolated from mosquitoes of the genera *Ochlerotatus* and *Psorophora* near Ilheus, Bahia, Brazil, in 1944 ([@R1]). After its discovery, the virus was also isolated from other mosquito species, including the genera *Culex*, *Sabethes*, *Haemagogus*, and *Trichoprosopon*, and from a variety of birds in different countries in Latin America ([@R2]). Only a few reports describe isolation of this virus from humans in Central and South America with symptoms ranging from subclinical to severe febrile disease ([@R2]*--*[@R6]). In mild cases, patients often reported gastrointestinal or respiratory symptoms lasting ≈1 week. In severe cases, either the central nervous or cardiac system can be affected. However, long-term sequelae or deaths have not been described. No epidemics attributed to ILHV have been reported.

In November 2005, a 15-year-old boy (farmer) sought medical attention in a health clinic in Magdalena, Bolivia, after having fever for 5 days. The patient's symptoms included malaise, asthenia, conjunctival injection, vesicular rash, facial edema, arthralgia, myalgias, bone pain, abdominal pain, headache, and earache. Signs of cardiac, neurologic, or renal damage were not detected. A blood specimen was obtained during the clinic visit, and a convalescent-phase sample was obtained 24 days after onset of symptoms. At that follow-up visit, the patient reported a full recovery from his symptoms. Both samples were sent to the Naval Medical Research Unit No. 6 in Lima, Peru, for processing as part of a clinic-based study to determine the etiology of febrile illnesses in Bolivia ([@R7]). The study was approved by the Naval Medical Research Unit No. 6 Institutional Review Board (Navy Medical Research Center Detachment 2000.0008) and conducted in collaboration with the Bolivia Ministry of Health.

Serologic analyses showed a 64-fold IgM seroconversion between the acute-phase (\<100) and convalescent-phase samples (6,400) by using an IgM ELISA as described ([@R8]). Samples were also tested by ELISA for the following arboviruses: West Nile virus, dengue virus, Oropouche virus, Guaroa virus, Rocio virus, St. Louis encephalitis virus, yellow fever virus, Venezuelan equine encephalitis virus, and Mayaro virus. All test results were negative for these viruses. Virus isolation was attempted on the acute-phase serum sample by using Vero and C6/36 cells, but the culture did not yield any virus. Attempts to isolate virus by intracranial inoculation in suckling mice were also unsuccessful (University of Texas Medical Branch, Institutional Animal Care and Use Committee protocol 9505045).

Viral RNA was extracted from the acute-phase sample and reverse transcription PCR specific for a portion of the nonstructural protein 5 gene was performed by using a described method ([@R9]). A 189-bp PCR product was obtained, purified, and sequenced by using flavivirus primers FU1 and cFD2 ([@R9]) and further analyzed by using BLAST ([www.ncbi.nlm.nih.gov/blast](http://www.ncbi.nlm.nih.gov/blast)), resulting in ≈95% homology to ILHV. Phylogenetic analysis with neighbor-joining and parsimony methods grouped the nucleotide sequence of the ILHV virus from Bolivia with ILHV strains from Ecuador and Peru ([Figure](#F1){ref-type="fig"}).

![Phylogenetic analysis of the nonstructural protein 5 (NS5) gene region of 7 Ilheus virus isolates and a 189-bp nt sequence (FMB 202 Bolivia). Alignments were analyzed by using the neighbor-joining method with the Kimura 2-parameter algorithm in MEGA5 ([www.megasoftware.net](http://www.megasoftware.net)). Variation rate among sites was modeled with a gamma distribution (shape parameter = 1). Bootstrap confidence limits (from 1,000 replicates) are indicated at each node. Values in **boldface** below branches were obtained by parsimony analysis. **Boldface** indicates virus isolated in this study. Rocio virus (GenBank accession no. AF013397) was included as an outgroup on the basis of the phylogram of Kuno and Chang ([@R10]). Sequence generated in our study was deposited in GenBank under accession no. JN679229. Scale bar indicates nucleotide substitutions per site.](11-1486-F){#F1}

Magdalena is a tropical city in northern Bolivia that borders Brazil. The city is surrounded by rivers and chestnut fields, and agriculture and fishing are the main sources of employment. Despite having ecoepidemiologic conditions similar to those in other locations with a history of ILHV transmission, the virus had not been detected in the area. The patient had no travel history in the 30 days preceding his illness, indicating that the virus is probably endemic to the area.

Mild unspecific symptoms, a short viremic period, and lack of advanced confirmatory laboratory techniques in situ are some of the barriers impeding the diagnosis of ILHV in disease-endemic areas. High levels of antibody cross-reactivity among flaviviruses, which are also endemic to the area, might render diagnosis even more difficult. The presence of the main ILHV vector, *Psorophora* sp. mosquitoes, in the city suggests that much of the population that labors outdoors may be at risk for ILHV infection.
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